Colletotrichum acutatum is a destructive fungal pathogen which causes anthracnose in a wide range of crops. Here we report the whole genome sequence and annotation of C. acutatum strain KC05, isolated from an infected pepper in Kangwon, South Korea. Genomic DNA from the KC05 strain was used for the whole genome sequencing using a PacBio sequencer and the MiSeq system. The KC05 genome was determined to be 52,190,760 bp in size with a G + C content of 51.73% in 27 scaffolds and to contain 13,559 genes with an average length of 1516 bp. Gene prediction and annotation were performed by incorporating RNA-Seq data. The genome sequence of the KC05 was deposited at DDBJ/ENA/GenBank under the accession number LUXP00000000.
anthracnose in a wide range of plants including vegetables, fruits, legumes, and perennial trees worldwide [1] [2] [3] [4] . In particular, C. acutatum causes severe economic losses in the production of peppers in tropical and subtropical countries [5] [6] [7] [8] . Missing genomic sequences of C. acutatum are a major hindrance to understand the development and pathogenicity of this fungus. Here we present the whole genome sequence of the C. acutatum strain KC05 isolated from an infected pepper fruit in South Korea; its mitogenome was announced recently [9] . The whole genome shotgun sequence of C. acutatum KC05 was generated using the PacBio RS II system with a PacBio Single Molecule RealTime (SMRT) sequencer (Pacific Biosciences, Menlo Park, CA) and a MiSeq system (Illumina, San Diego, CA). A total of 3034 Mbp from a 20-kb whole genome shotgun library was sequenced by SMRT sequencing in 233,599 long single pass reads which were assembled using the hierarchical genome assembly process (HGAP) [10] . The sequence reads were assembled with an average consensus concordance of 99.97% and an average coverage depth of 49.7×. Low-quality contig sequences were corrected by mapping to the contigs with high quality (10,338,346 reads; 2 × 250 bp) generated from a 600-bp paired-end library using the Illumina MiSeq system. A total of 39 contigs produced by HGAP were assembled for scaffolding with the Illumina 5-kb mate-pair library sequence data using SSPACE V3.0 software [11] . The final assembly of the entire C. acutatum KC05 genome sequence was determined to be 52,190,760 bp with a G + C content of 51.73% in 27 scaffolds
